Supplementary Figures:
[image: ]Figure S1. Vector map of transformants.
CK-pCAMBIA1300-g (A), LePC4-OE (B) and LePC4-RNAi (C). 35S: cauliflower mosaic virus 35S terminator; hph: hygromycin B phosphotransferase gene; Legpd: L. edodes glyceraldehyde-3-phosphate dehydrogenase promoter; Leactin: L. edodes actin promoter; LePC4: exon and intron of LePC4; antisense: antisense fragment of the LePC4.





[image: ]Figure S2. Transcriptome heatmap analysis and qRT-PCR validation
Heatmap showing hierarchical clustering of DEGs based on log₂-normalized expression values (A). qRT-PCR validation of 12 randomly selected genes confirming the trends observed in transcriptome data (B).



[image: ]Figure S3. GO and KEGG enrichment analysis of DEGs
GO enrichment of DEGs in mycelial stage (A) and fruiting body stage (B); KEGG enrichment of DEGs in mycelial stage (C) and fruiting body stage (D).
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Figure S4. plasmid vector map and PCR verification
Vector maps of the recombinant plasmid WX-1-RNAi (A) and YS19-OE (D); PCR identification of single E. coli colony of WX-1-RNAi (B) and YS19-OE (E); PCR identification of single Agrobacterium colony of WX-1-RNAi (C) and YS19-OE (F).
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